One hundred and sixty two genotypes of different Lens species were screened for salinity tolerance in hydroponics at 40, 80 and 120 mM sodium chloride (NaCl) for 30 d. The germination, seedling growth, biomass accumulation, seedling survivability, salinity scores, root and shoot anatomy, sodium ion (Na + ), chloride ion (Cl -) and potassium ion (K + ) concentrations, proline and antioxidant activities were measured to evaluate the performance of all the genotypes. The results were compared in respect of physiological (Na +
) and seed yield components obtained from field trials for salinity stress conducted during two years. Expression of salt tolerance in hydroponics was found to be reliable indicator for similarity in salt tolerance between genotypes and was evident in saline soil based comparisons. Impressive genotypic variation for salinity tolerance was observed among the genotypes screened under hydroponic and saline field conditions. Plant concentrations of Na + and Cl -at 120 mM NaCl were found significantly correlated with germination, root and shoot length, fresh and dry weight of roots and shoots, seedling survivability, salinity scores and K + under controlled conditions and ranked the genotypes along with their seed yield in the field. Root and shoot anatomy of tolerant line (PDL-1) and wild accession (ILWL-137) showed restricted uptake of Na + and Cl -due to thick layer of their epidermis and endodermis as compared to sensitive cultigen (L-4076). All the genotypes were scanned using SSR markers for genetic diversity, which generated high polymorphism. On the basis of cluster analysis and population structure the contrasting genotypes were grouped into different classes. These markers may further be tested to explore their potential in marker-assisted selection.
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Introduction
Salinity affected arable area globally is around 100 million ha worldwide, and is increasing day by day [1] . Salinity in soil or water is one of the major threats, especially in arid and semi-arid ecology, as it severely limits plant growth and productivity, primarily due to ion toxicity and reducing osmotic potential. Lentil is sensitive to salinity which is magnified in arid and semiarid regions. Soil and water management approaches may be adopted for amelioration of soil salinity in these areas, but these approaches are expensive for small holding farmers. Therefore, development of salt-tolerant genotypes is the most appropriate and cost effective strategy, for stabilizing yield in salinity affected areas.
Various traits like germination, visual salt injury, seedling survival, reduction in seedling growth, biomass accumulation, Na production and antioxidant activities have been used in the past for evaluation of salt tolerance in various crops. Germination, seedling survival, growth and biomass were found to be affected under salinity stress in crop plants [2] [3] [4] [5] . The response of plants to salinity varies depending upon the growth, developmental stages and duration of exposure to salinity stress [6] . Germination stage was found to be less sensitive to salinity than early vegetative growth stage [7, 8] . However, the reproductive phase has been reported to be more sensitive than vegetative one [9] . The screening of genotypes at seedling stage is easier than at vegetative or reproductive stages [10] and early growth stages have shown better plant's response to salinity [11] , therefore, initial screening for salt tolerance at seedling stage is considered more important. Salinity also affects anatomical structures to a great extent. A major reduction in vascular tissue mass was observed in roots of Chloris gayana Kunth under salinity stress [12] . Dua and Sharma reported that reduction in growth was accompanied with higher accumulation of Na + and Cl -in tissues when exposed to high NaCl concentration [13] . Entry of both Na + and Cl -into the cells leads to severe ion imbalance and excess uptake might cause significant physiological disorder (s). Plants can reduce Na + and Cl -toxicity through regulation of Na + and Cl -uptake, xylem loading, retrieval from xylem, extrusion from roots and intracellular compartmentation in the vacuole and osmolyte accumulation such as proline. The controlled uptake of Na + and/ or Cl -is considered to be the key mechanism contributing salt tolerance. High Na + and Cl -concentrations enhances production of ROS (reactive oxygen species) and inhibits uptake of K + ions, which contributes to low crop productivity and may even lead to death of plants [14, 15] . The accumulation of proline and antioxidant enzymes like superoxide dismutase (SOD), catalase (CAT), ascorbate peroxidase (APX) and Glutathione peroxidase (GPX) are efficiently involved in scavenging ROS (reactive oxygen spices) produced during salt stress conditions, and also act as an important tolerance mechanism against oxidative stress in plants [16] [17] [18] . Despite a number of phenotypic investigations, the molecular mechanisms for biochemical and physiological traits are still limited. There are few kinases, phosphatases and transcription factors involved in plants that are associated with salinity tolerance [19] . These processes interact with one another to impart resistance to salt at molecular or whole plant level [20] [21] . Evaluation of plants to salt tolerance in hydroponics [22] [23] [24] and field conditions [25, 26] has been well documented. The hydroponic technique has unconditional advantages over field screening, because the saline conditions in the field may be heterogenous and environmental factors may mask the expression of salt tolerance. However, initial screening in hydroponic and later conferring in saline field conditions could be the best strategy for accurate phenotyping against salt tolerance.
Molecular assortment of morpho-physiologically characterized genotypes can directly help lentil breeders to choose contrasting parents for hybridization and incorporating salinity tolerance. Different molecular markers, including simple sequence repeats (SSRs), amplified fragment length polymorphism (AFLPs) and inter simple sequence repeats (ISSRs) have been successfully used for identification of diversity among the genotypes and gene/QTL analyses in lentil [27] [28] [29] [30] . Simple sequence repeat markers have extensively been used for the assessment of genetic diversity in lentil [31] [32] [33] as these markers have high efficiency, easy to use, high reproducibility, co-dominance behaviour and high polymorphism. To our knowledge, no detailed information is available on genetic diversity among the cultivated and wild species of lentil with reconciliation to salinity stress using morpho-anatomical and physiological traits and molecular markers. Therefore, the present study was planed (i) to explore the magnitude of variation for tolerance to salinity by screening a large number of genotypes using morphophysiological criteria, (ii) to compare the morpho-anatomical and physiological responses of most diverse genotypes to salinity under hydroponics and field, (iii) to rank the genotypes for response to salinity both under hydroponics and saline field conditions, iv) to assess the mechanism of salt tolerance, and iv) to assort genetically diverse genotypes using SSR markers.
Materials and methods

Plant materials
Seeds of 162 accessions (120 germplasm/ landraces and 42 wild accessions), originated from 14 countries were procured from International Center for Agricultural Research in the Dry Areas (ICARDA). The wild accessions included L. orientalis (5), L. odomensis (14) , L. nigricans (4), L. ervoides (16) and L. lamottei (3) ( Table 1 ). The first two wild accessions belong to the primary gene pool, while the last three belong to the secondary/tertiary gene pool.
Evaluation of genotypes under salinity stress
Seeds of lentil were sterilized in sodium hypochloride (12%) for 15min, thereafter were washed three times with distilled water. Twenty seeds of each genotype were placed in plastic petridishes on filter paper wetted with distilled water (control) and other three in salinity levels (0, 40, 80 and 120 mM NaCl)]. The germination was recorded at 12 h interval for 10 days. Seeds were considered germinated when their radicals emerged out and attained 1 mm length. Germination percentage was calculated based on the following formula: Germination per cent = (Total seeds germinated) / (Total seeds sown) x 100. A completely randomized block design was used for each salinity treatment, with three replicates of 15 seeds each.
The hydroponic experiment was conducted at National Phytotron Facility, ICAR-Indian Agricultural Research Institute, New Delhi, India. Air temperature in the National Phytotron Facility was maintained as 22/18˚C (±2˚C) day/night temperature; 10/14 h light/dark photoperiod; 45% relative humidity and 450 μmol m light intensity. The genotypes were screened for salt tolerance at seedling stage under hydroponic conditions as per nutrient composition suggested by Samineni et al. [34] . Seedlings were grown in above conditions for 4 d before the initiation of salt treatment. The nutrient solution was salinized by adding 40, 80 and 120 mM NaCl along with control without NaCl (but with 0.2mM Na + from Na 2 SiO 3 and 0.05mM Cl − in the micronutrient stock). The nutrient solution was renewed every 3 rd d to maintain nutrient concentration. The duration of salt stress period was 30 d and each treatment was replicated thrice, with six plants in each treatment. At each sampling, plants were separated into roots and shoots; roots were washed three times in distilled water to remove the external solution. Surface water was blotted off using paper towels and fresh mass was measured. Tissues were oven dried at 65˚C for 72 h and the dry mass was determined. After 30 d of saline treatment, data were recorded on seedling survival, growth (root and shoot length) and biomass (fresh and dry weight). All the genotypes were grouped into three categories according to their response to salinity on plant survival under 120 mM NaCl as (i) salt-tolerant: !92% seedling survival; (ii) moderately tolerant: !40% seedling survival (and (iii) salt-sensitive: no seedling survival. After 30 d of salt stress treatments, salt tolerance was determined for the seedling survivability and salinity scores. Seedling survivability was calculated as follows: Seedling survivability % = ratio of seedlings survived the salinity stress to the total number of seedlings used x 100. Salinity tolerance was estimated on the basis of visual detection of salt injury following 1-5 score scale: 1 = healthy plants with no visible symptoms of salinity stress, 2 = green plants with slight yellowing of leaves, 3 = green plants with yellowing of leaves and necrosis of the margins of older [35] .
Determination of proline. Proline was determined by following the method of Bates et al. [36] . It was extracted from 0.5 g fresh leaf in 3% (w/v) aqueous sulphosalycylic acid and the homogenate was filtered. After addition of 2 ml ninhydrin and 2 ml glacial acetic acid, mixture was heated at 100˚C for 1 h in water bath and then extracted with toluene (4 ml). For measurement of proline concentrations, absorbance was measured at 520 nm. Proline concentration was determined as μmol g -1
FrWt
-1 using a standard curve.
Determination of antioxidant enzymes. Six shoot samples from each treatment were collected for determination of antioxidant enzyme activities after 10 d exposure to salinity stress. The SOD, APX, GPX and CAT were extracted by grinding 1.0 g fresh shoot and root samples in 10 ml extraction buffer (0.1 M phosphate buffer, pH 7.5, containing 0.5 mM ethylene diamine tetra acetate EDTA in case of SOD, CAT and GPX and 1 mM ascorbic acid for APX). The extract was passed through four layers of cheese cloth and then centrifuged. Thereafter supernatant was collected and used as enzyme extract. Assays for SOD, APX, GPX and CAT were conducted following the methods of Aebi, Dhindsa et al., Nakano and Asada; Castillo et al., respectively [37] [38] [39] [40] .
Root and shoot anatomy. For studying root anatomy under control and salinity stress (120 mM NaCl), method outlined by Krishnamurthy et al., with slight modification was used. Free hand cross sectioning, not more than 50μm of stem (1 cm of the first internodes) and root (1 cm from the root tip) was done with a razor blade and stained with 50% toludine blue (polychromatic stain) [41] . Five plants per replication for tolerant and sensitive genotypes were used and uniform sections were observed for comparison. Observations and photography were done under optical microscope at 10x (Zeiss, AXIOSKOP 2).
Evaluation of genotypes under artificially created saline soil
Based on the overall ranking of the genotypes for salinity tolerance at the seedling stage, two salt tolerant breeding lines and two salt sensitive cultigens were selected for characterization of tolerance during plant ontogeny under saline field conditions. The experiments were carried out on the saline plots under All India Co- Experiments conducted in triplicate in randomized block design and average values were used for interpretation. Non saline area was irrigated with water having 5 cm ECiw. Normal packages and practices were followed. Soil samples were collected at sowing and after harvest at 0-15 cm and 15-30 cm depth and dried to pass through 2mm sieve and analysed for pHs, ECe and SARe of saturation extract as per procedure of Richards [42] .The filteration rate was determined by using ring method. Electrical conductivity (EC), pH, and SAR were determined in a saturated paste extract (Table 2) .
DNA extraction
Leaves from 10 plants per genotype were used for extraction of genomic DNA. CTAB (Cetyl trimethylammonium bromide) method described by Doyle and Doyle with some modifications was used for extraction [42] . Ultra high resolution agarose (1%) was used to estimate the quantity of genomic DNA (deoxyribonucleic acid) against the lambda uncut DNA and quality was confirmed by spectrophotometer. DNA sample of 50 ng/μl was used as standard working concentration. of these primers, 30 were found to be polymorphic between salinity tolerant breeding lines (PDL-1 and PSL-9) and salt sensitive cultigens (L-4076 and L-4147). These selected primers were used for molecular assortment of 162 genotypes. The primers were synthesized by Microgen, South Korea and IDT, USA. Polymerase chain reaction (PCR) was performed in 10 μl reaction mixture, comprising 1 X PCR buffer, 0.1 U Taq DNA polymerase, 1 μM dNTP, 0.5 μM of forward and reverse primers each (Microgen, South Korea and IDT, USA) and 50 ng/μl of genomic DNA in a thermocycler (Agilent Technologies, USA). The PCR protocol was comprised in initial denaturation step of 94˚C for 3 min followed by 40 cycles of 94˚C for 30 sec, annealing at 55˚C for 30 sec, elongation at 72˚C for 1 min with a final extension at 72˚C for 10 min. The amplified products were resolved on 3% ultra high resolution agarose gels and documented using Syngene Gel Doc System.
SSR marker analysis
Genetic diversity analysis
The 30 SSR markers were used for genetic profiling of 162 genotypes and scored on the basis of difference in allele size. The genetic distance, polymorphism information content (PIC) and major allele frequency based clustering was performed with NJ tree using Power Marker v3.25 software [45] and the MEGA 4.0 software was used to construct the dendrogram [46] following the bootstrap analysis with 1000 permutations for all the genotypes using Mega 4.0 software. The population structure for 162 wild and cultivars genotypes was deduced using Structure 2.3.4 software [47] . Further, Structure Harvester was used for the result analysis and construction of Evanno plots [48, 49] . The admixed model with independent allele frequency and a uniform prior probability of the number of populations, K was used in structure. The software was set for K = 1 to 15 with 10,000 MCMC replicates after a burn-in of 1, 00,000 replicates. Seven independent runs for each value of K were done to generate an approximate number of sub-populations [47] . The relation between genetic similarity identified by SSR markers and taxonomic distance measured by mean genetic distance and total sodium percentage were analysed using Jaccard's Similarity Index and average taxonomic distance was calculated by NTSYS-pc v2.1 software [50] .
Statistical analysis
Duncan's Multiple Range Test (DMRT) (P = 0.05) was used to evaluate differences among clusters for significance by using SAS 9.4 software. Data for morpho-physiological were analysed using two-way ANOVA to determine if significant differences were present among means. Variances were checked by plotting residual vs. fitted values to confirm the homogeneity of the data. Differences among the mean values were assessed by Least Significant Differences (LSD). Relationships between individual variables were examined using simple correlations which were also performed using SAS 9.4 software. Spearman's rank correlation test (rs) was used to examine consistency in the rankings of genotypes for salt tolerance and seed yield between the hydroponic and field experiments.
Results
Morpho-anatomical components of salt tolerance under hydroponics
A set of 162 genotypes were assessed for salinity tolerance using germination, visual salt injury (scores), seedling survivability, reduction in root and shoot length, fresh and dry weight of roots and shoots. At 120 mM concentration all the genotypes showed delayed in seed germination and greatest variability in salt stress tolerance. At this level of saline stress, no reduction in seed germination occurred in tolerant wild accessions (ILWL-9, ILWL-95, ILWL-137, ILWL-418, ILWL-428 and ILWL-203) and breeding lines (PDL-1 and PSL-9), while sensitive genotypes showed 60 to 70 per cent reductions (Fig 1a) . Visual symptoms of salt injury were first observed in the oldest leaves and then progressed successively towards younger ones (from base to upwards). Initial symptoms appeared in 120 mM NaCl treatment after 5 d, then 10 d later in the 80 mM treatment, and another 25 d later in the 40 mM treatment. The sensitive cultigens (L-4076 and L-4147) showed maximum salt injury with score of 5.0, whereas tolerant breeding lines (PDL-1 and PSL-9) and tolerant wild accessions (ILWL-9, ILWL-95, ILWL-137 and ILWL-428) exhibited minimum injury with score of 0-1.0 at 120 mM NaCl (Fig 1b) . surviving at 120 mM NaCl and were classified as moderately salt tolerant. Rest of the genotypes were classified as sensitive showing no survival at 120 mM NaCl. The genotypes showed less difference in seedling growth and biomass at lower than at higher salinity in all the genotypes. The seedling growths (root and shoot length) and biomass (fresh and dry weight of roots and shoots) decreased markedly in all the genotypes at 120mM NaCl. However, the reduction in root and shoot length, fresh and dry weight of roots and shoots was lower in tolerant wild accessions and breeding lines as compared to moderately tolerant and sensitive genotypes (Fig 1d-1i) .
Overall observations on anatomical features under control for stem and root depicted that tolerant wild accession (ILWL-137) and breeding line (PDL-1) contained similar anatomical structures, though their vascular arrangement in the stele region varied (Fig 2) . The root and stem cross-sections of tolerant wild accession were smaller than sensitive cultigen (L-4076). In stem, the epidermal cells of tolerant breeding lines and wild accession were larger than that of sensitive cultigens. All the genotypes had two types of vascular systems, one at the stellar region and four patches in the cortical region. Vascular systems were deeply stained and well organised in the tolerant breeding line and wild accession when compared to sensitive cultigens, where the vascular systems were less stained and disorganised. The overall anatomical structure of tolerant breeding line and wild accession was a butterfly shape, whereas sensitive cultigen had square type under control condition (Fig 2) . Root of tolerant breeding line had thicker epidermis along with three layers of sclerenchymatous cortex and prominent endodermis and pericycle layer in comparison to sensitive cultigens. The roots of tolerant wild accessions and breeding line and sensitive cultigen were similar, having 8-9 cortical rings from stele and organised stellar region, though sensitive cultigen had larger cortical cells than that of tolerant breeding line. Tolerant wild accession with small cross-sectional area had 6-7 cortical rings where large cortical cells observed. Root hairs were more prominent in tolerant breeding lines and wild accession than sensitive ones (Fig 3) .
Under salinity stress, wild genotypes were least affected. In case of stem, epidermis rupturing and cortical cell enlargement with rupturing at certain region were also noticed in sensitive cultigen, whereas in tolerant breeding line epidermal layer was found intact and showed no damage. There was no hypodermal deposition in sensitive cultigen with highly shrunken stellar area in comparison to its control. Cortical vascular bundles were found intact in tolerant breeding line and wild accession, whereas in sensitive cultigen, it was shrunken. Tolerant wild accession showed similar response to that of tolerant breeding lines. In case of root, tolerant breeding line deposition was restricted to upper layers, whereas in case of sensitive cultigen it was found in patches within many layers towards the stele along with cortical cell rupturing at certain regions. Shrunken stele area along with distorted phloem vessels were visualised in sensitive cultigen. There were observed very less changes in stellar region in tolerant breeding line and tolerant wild accession as compared to control (Fig 3) .
Physiological components of salt tolerance under hydroponics
The distribution of Na (Fig  4a-4f) . K + concentration decreased in roots and shoots of all the genotypes after treatment with 120-mM NaCl. However, uptake of K + in sensitive cultigens was less as compared to tolerant breeding line and wild accession (Fig 4c and 4d) . The sensitive and tolerant genotypes had almost similar Na + and Cl -concentrations in roots and shoots under normal condition. (Fig 5) .
The activity of SOD, APX, GPX and CAT enzymes in shoots was higher under salt stress than control in all the genotypes. The extent of increase was significant in the tolerant wild accessions and breeding lines than sensitive cultigens (Fig 6a-6c) . However, the activity of CAT enzyme did not show any significant increase in sensitive cultigens (Fig 6d) . During salinity stress, significant increase in proline concentration was observed. The salt increased proline concentrations and it was always higher in the tolerant wild accessions and breeding lines than at the sensitive cultigens in all the salinity levels (Fig 6e) .
Response of yield attributes under saline field conditions
Genotypes responded differently to different salinity levels and the reduction in seed yield varied between 45.5 to 86.5% at 4 ECiw, 76.5 to 88.8% at 8 ECiw, 88.5 to 97.1% at 12.0 ECiw of Discerning morpho-anatomical, physiological and molecular multiformity in lentil to salinity stress Discerning morpho-anatomical, physiological and molecular multiformity in lentil to salinity stress saline irrigation water during 2013-14. However, the reduction in seed yield was lower during 2014-15. Tolerant breeding lines (PDL-1 and PSL-9) exhibited minimum reduction in pod and seed yield/plant, whereas sensitive cultigens (L-4076 and L-4147) performed poorly as a result they showed maximum reduction in pods and seed yield/plant compared to the control (Fig 7a and 7b) . Similar results were recorded during 2014-15 (Fig 7c and 7d) . It is evident Discerning morpho-anatomical, physiological and molecular multiformity in lentil to salinity stress from above findings that these varieties had variable degree of salinity tolerance. Significant genotypic variation occurred at Na + , Cl -and K + concentration (Figs 8 and 9 ). The amount of Na + in the roots was found higher than that in the shoots. However, uptake pattern of Cl -was high in shoots as compared to roots. At 12.0 ECiw saline irrigation, roots and shoots accumulated maximum amount of Na + and Cl -in all the genotypes. However, accumulation was relatively lower in tolerant genotypes (Figs 8 and 9 ). When K + content in roots and shoots was analysed, it declined drastically in tolerant and sensitive genotypes at 12 ECiw. The sensitive cultigens exhibited much smaller amount of K + compared to tolerant breeding lines. The accumulation of Na + and Cl − was lower and K + was higher at vegetative stage as compared to reproductive stage in all the genotypes (Figs 8 and 9 ).
Correlation between hydroponic and field screening techniques
Significant correlation was recorded between the two screening techniques for morpho-physiological traits, such as reduction in germination per cent, root length, shoot length, fresh and Discerning morpho-anatomical, physiological and molecular multiformity in lentil to salinity stress dry weight of roots and shoots, seedling survival, salinity scores, total sodium, potassium and chloride and reductions in seed yield (Table 3) . Based on the significant correlation among the traits in the field as well as hydroponic conditions it is concluded that hydroponic method is simple, time saving and easy for screening of large number of genotypes for salinity tolerance at the seedling stage.
Ranking of genotypes for salt tolerance between hydroponic and field screenings
All the diverse set of 162 genotypes were ranked based on observations obtained from hydroponic and field conditions during 2013-14 and 2014-15, to evaluate the consistency in their performance. The ranking of genotypes based on seedling survivability at 120 mM NaCl and reduction of seed yield in the field was found significantly correlated (r = 0.883; P = 0.0001). Tolerant and sensitive genotypes showed similar response under both hydroponic as well as field conditions. Discerning morpho-anatomical, physiological and molecular multiformity in lentil to salinity stress
Genomic scanning through SSR markers
A set of 495 primers were pre-screened in most salt tolerant breeding lines (PSL-9, PDL-1) and sensitive ones (L-4147 and L-4076), of which 30 SSR primers exhibiting polymorphism, were selected for genetic diversity analysis among 162 genotypes (Table 4 ). All these 30 SSR primer pairs generated polymorphic bands among the genotypes (Figure not shown) . A total of 137 alleles were identified with an average of 4.57 alleles per locus. The number of alleles per locus ranged from 3 (PLC_39, PBA_LC_376, PBA_LC_1308, PBA_LC_404, PBA_LC_1241) to 8 (PBA_LC_1401, LC_02). The major allele frequency varied between 0.253 (LC_02) to Discerning morpho-anatomical, physiological and molecular multiformity in lentil to salinity stress (Table 4 ) (S1 Table) .
Cluster analysis of DNA polymorphism
The genetic relationship among lentil genotypes has been represented in unweighted neighbour joining (UNJ) dendrogram constructed on the basis of informative SSR alleles (Fig 10) which grouped the genotypes into 3 major clusters. Cluster 1 comprised of ILL-series of germplasm collections originating from ICARDA, which was further subdivided into two sub- Discerning morpho-anatomical, physiological and molecular multiformity in lentil to salinity stress clusters i.e. C1a and C1b. Cluster 2 was subdivided into two sub-clusters, C2a having most of the wild genotypes and C2b most of the breeding lines, originating from India. Cluster 3 comprised of most of the remaining cultigens and divided into 5 sub-clusters, where sub-clusters C3d and C3e mostly comprised of LC series of breeding lines originating from India. Two genotypes (ILWL-227 and ILWL-203) were found to be quite distinct. The two tolerant breeding lines (PDL-1 and PSL-9) were grouped together in cluster 2b and the two sensitive cultigens (L-4147 and L-4076) grouped in cluster 3b. Discerning morpho-anatomical, physiological and molecular multiformity in lentil to salinity stress Population structure and genetic relationship
Pritchard's structure of 162 Lens genotypes was assayed from SSR allelic diversity data, where best goodness of fit was found at k = 3. Using a membership probability threshold of 0.80, 45 genotypes were assigned to SG 1 (red), 35 to SG 2 (green), 42 to SG 3 (blue) and 38 were found admixtures (AD). The population structure was mostly co-related to cluster data as the three populations were separated from wilds and 'ILL' series of cultigens. On the basis of origin, triangle plot depicted that the genotypes from ICARDA were distributed in all the population sub-groups. Those originating from India were mainly grouped into sub-groups SG 2 and SG 3. Most of the wilds originated from Syria, Turkey, France, Italy, Jordan, Palestine, Slovenia and Spain fell in group SG 1 (Fig 11)   Fig 11. Structure plot with K = 3 depicting model based population, using structure with 30 SSR markers. The number in the bracket represents origin of accessions as follows: Argentina (1), Bangladesh (2), Crotia (3), France (4), ICARDA (5), India (6), Italy (7), Jordan (8), Lebnon (9), Palestine (10), Slovania (11), Spain (12), Syria (13) and Turkey (14) .
https://doi.org/10.1371/journal.pone.0177465.g011
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Cluster analysis for morpho-physiological parameters
Based on SSR markers, all the genotypes were characterized into seven clusters in respect of survival per cent, growth parameters, salinity score and total Na + and K + concentrations under salinity stress condition. Among the SSR clusters, there was found wide range in the values for most of the characters. Significant (P = 0.05) differences for all the characters were observed among the clusters. These parameters differed significantly among the genotypes of cluster 2.A which mostly comprised of wild accessions as compared to those of other clusters ( Table 5 ).
The lowest salinity score (3.9), reduction in germination (53.9), root length (27.8%), shoot length (49.6%), fresh root weight (38.3%) fresh shoot weight (46.5%), dry root weight (52.7%), dry shoot weight (73.6%), Na + (2.2%) and K + (0.88%) contents were observed in the tolerant breeding lines of cluster 2a (Table 5 ). These differences in the growth and physiological traits may be due to high salinity tolerance among tolerant wild accessions of cluster 2a. The clusters based on SSR markers have been found highly associated with the degree of salinity tolerance. The wild accessions with the similar degree of salinity tolerance were clustered into same groups. Most tolerant breeding lines were grouped in cluster 2b which showed greater proximity with cluster 2a in terms of genetic relatedness. Further, tolerant and sensitive genotypes were separated when correlation between genetic similarity index and taxonomic distance for total sodium percentage was evaluated using Jaccard similarity index under the salt stress conditions (120 mM NaCl) (Fig 12) (S2 Table) .
Discussion
The morpho-physiological traits that underlie natural variation are largely unexploited and can be used for yield improvement. Such variation provides valuable information on the capacity and performance of different cultivars under different environmental conditions [51, 52] . The knowledge of variation in different cultivars can felicitate the development of salt tolerant varieties/commercial cultivars for cultivation in salt affected areas. The findings of present study clearly indicate that there is wide variation among the cultivars, breeding lines, landraces and wild accessions and can be exploited for development of salt tolerant varieties. Seed germination and early seedling growth are considered major factors limiting crop growth under salt stress [53] . The results showed no reduction in germination of tolerant wild accessions and breeding lines at any salinity levels. However, moderately tolerant and sensitive cultigens exhibited decreased germination, when salinity was increased from 40 to 120 mM NaCl (Fig 1a) . This might be due to of adverse effects of salt stress on water imbibition by seed Discerning morpho-anatomical, physiological and molecular multiformity in lentil to salinity stress and toxic effects of ions on the metabolism of seed during germination. These results are in agreement with Almodares et al. [54] . Visual symptoms of salt injury like yellowing of leaves, necrosis at leaf margins and ultimately drying of leaves and stems and seedling survival are early screening tools for salt-tolerance (Singh unpublished data). The tolerant wild accessions (ILWL-09, ILWL-95, ILWL-203, ILWL-137 and ILWL-428) and breeding lines (PDL-1 and PSL-9) showed partial salt injury symptoms with salinity score of 0.0-1.0 and sensitive ones exhibited higher salt injury with scores of 4.0-5.0 at 120 mM NaCl stress, respectively (Fig 1b) . These symptoms could be the result of excess Na + and Cl -ions accumulation inducing chlorosis and leaf senescence as reported in other crops [55] . The chlorosis and leaf senescence may affect seedling survivability as a result of salinity stress. Seedling survival in saline soil has been widely used parameter to evaluate the tolerance of crop plants. This criterion is potentially useful, because plant breeders may adopt it as the basis for selection of salt-tolerant lines and cultivars. Salinity stress at 120 mM NaCl levels greatly affected the seedling survival in tolerant, moderately tolerant and sensitive genotypes. Salinity of similar NaCl level in sensitive cultigens led to no seedling survival for 15 d. On the other hand, tolerant breeding lines and wild accessions continued to survive with more than 50 per cent seedlings, at similar salt stress (Fig 1c) . This study evidenced that plant survival is crucial indicator for salt tolerance evaluation. The results are in concurrence with Murillo-Amador et al [56, 57] .
Dry matter production is a potent indicator of plant's performance under salt stress and is associated with seed yield production under saline conditions [58] . The seedling growth was found to be severely affected by salinity stress in various crop plants [5] . The seedling growth (root and shoot length) and biomass (fresh and dry weight of roots and shoots) accumulation in all the genotypes decreased with increase in salt stress. However, salt-sensitive cultigens Discerning morpho-anatomical, physiological and molecular multiformity in lentil to salinity stress showed more reduction in seedling growth and biomass as compared to tolerant and moderately tolerant genotypes (Fig 1d-1h) . This suggests that the most sensitive cultigens (L-4076 and L-4147) failed to restrict to move Na + and Cl -ions from roots at 120 mM NaCl and thus plants could not survive under high salt stress and caused the drastic reduction in seedling growth. The tolerant breeding lines (PDL-1 and PSL-9) and wild accessions (ILWL-09, ILWL-95, ILWL-137, ILWL-203 and ILWL-428), exhibited better root and shoot growth and biomass accumulation with higher seedling survivability as compared to sensitive ones under high salt stress (120 mM). Among various parameters, seedling survivability could be ranked as first criterion for phenotyping of large population for salinity tolerance. The effect of ions has been considered to be associated with salt-tolerance mechanism in crop plants [59, 60] . The Na + and Cl -ions are associated with salt tolerance with the ability to limit uptake and/or transport of ions from the roots to aerial parts. In the present study, the uptake of both Na + and Cl -showed a proportional increase with increase in salinity of the growth medium and highest uptake was observed at 120 mM NaCl. The uptake of Na + and Cl -was highest in sensitive cultigens compared to tolerant breeding lines and wild accessions (Fig  4a-4f ). These variations in Na + and Cl -were probably due to influx rates. The Na + concentration in shoot was lower than in roots, whereas it was reverse for Cl - (Fig 4a, 4b, 4e and 4f) .
Thus, the present data indicated that Cl -toxicity in shoots could be due to mechanisms causing salt sensitivity in Lens genotypes. These results are in agreement with those of Samineni et al [34] . Salt-sensitive cultigens (L-4076 and L-4147) increased Na + and Cl -concentrations in roots and shoots. These genotypes could be considered as accumulator of Na + and Cl -ions. Cl -to the aerial parts in order to avoid the deleterious effects of salt on plant metabolism as observed in other species [61, 62] . The threshold level of salt stress in hydroponic, condition was saturated and the salt regulation mechanism broken down leading to high rates of transport of Na + and Cl -ions into the shoot. This capacity was saturated at a lower level of salinity in the salt sensitive cultigens as compared to the tolerant wild accessions and salt tolerant breeding lines. A greater degree of salt tolerance was found to be correlated with efficient system for selective uptake of K + over Na + [63] . The selective uptake of K + in contrast to Na + was considered one of the important physiological mechanisms associated with salt tolerance in many plant species [64] . Potassium deficiency always accompanies with sodium toxicity [65] . In the present study, it was also found that the Na + content increased and the K + content decreased, indicating competitive inhibition between the absorption of Na + and K + . In tolerant breeding lines and wild accession less increase in Na + was accompanied by marginal decrease in K + concentration as compared to sensitive cultigens (Fig 4a-4d ). This suggests that better regulation of K + concentration, induces proper internal maintenance of Na + and Cl -ions concentration. Thus, tolerant breeding lines and wild accessions are able to maintain relatively high K + levels in shoots, and this may act as the major monovalent cationic osmoticum in the presence of external salt. The study also showed that higher K + retention in roots and shoots at seedling and reproductive stages is highly associated with higher seed yield. Production of higher ROS is well documented under salt stress [66] . In this study, salt stress induced H 2 O 2 production and lower level of H 2 O 2 was found in tolerant breeding lines and wild accessions than in sensitive ones (Fig 5) . To scavenge H 2 O 2 , the activity of antioxidative enzymes, increases in response to salt stress [67, 68] . In our study, it was found that SOD, APX, GPX and CAT activities were higher in tolerant breeding lines and wild accessions than the sensitive ones. However, CAT activity did not show much increase as compared to other enzyme activities (Fig 6a-6d) . The present study is consistent with previous results obtained from different crops [69] . Accumulation of organic solutes and in particular proline, in response to salinity stress is a vital adaptation of plants for survival [18, 70] . However, its role varies according to the species. The accumulation of proline in tolerant wild accessions and tolerant breeding lines ascended rapidly, when the concentration of the NaCl raised to 120 mM NaCl at seedlings stage (Fig 6e) , indicating that the adjustment capacity of the tolerant breeding lines and tolerant wild accessions was more pronounced in response to salt stress.
Salinity stress in increased vascular bundle area in tolerant wild accession (ILWL-137) and breeding line (PDL-1). Larger vascular tissue, particularly under limited water availability, is certainly responsible for better transport of water and nutrients [71] . Two types of vascular bundles i.e. in stellar and four patches in cortical region were noticed in both the breeding line and wild types. Similar findings are reported by previous researchers [72] . There was restricted uptake of Na + and Cl -by the thicker epidermis of root along with 3 layers of sclerenchymatous cortex and 8-9 layers of thin wall parenchyma in tolerant breeding line and tolerant wild accession (6-7 layers) when compared to sensitive cultigen (L-4076). The prominent endodermis and pericycle layer in tolerant provides an edge for restricted entry of ions when compared with sensitive ones. A similar result has been found in finger millet [41] . The stem of tolerant breeding line and wild accession had thicker epidermis than the sensitive ones which could help in maintaining turgor pressure of the cells. Whereas in sensitive cultigen, under salinity stress higher penetration of ions through thin and injured epidermis of root along with distorted vascular system unable the proper distribution of ions throughout the plant. There was an apparent change in the overall stellar region under salinity stress for both tolerant and sensitive genotypes in root and shoot of sensitive ones. Reduction in overall cross-sectional area of cortical and stellar region was observed in Lotus tenuis under salinity stress has been reported earlier [73] . The cortical cell enlargement was also observed in sensitive cultigens under salt stress. Which could be due to osmotic disturbance. Ion accumulation in plant tissues has been proposed as a simple explanation for the deleterious effect on seed yield under salt stress. Reduced seed yield under salinity might be due to higher translocation of Na + and Cl -towards reproductive organs. In the present study, the greater reduction in seed yield/plant in sensitive cultigens was associated with higher reduction of pods/plant than those in tolerant breeding lines (Fig 7) . The accumulation of toxic ions (Na + or Cl -) in the cytoplasm could inhibit metabolic, enzymes. Dua observed higher Na + concentration in roots than shoots in sensitive genotypes, but similar amount in tolerant genotypes [74] . In this study, similar response of Na + concentration in roots and shoots of tolerant breeding lines and sensitive cultigens was observed (Fig 8) . The Na + concentration in shoot was negatively associated with seed yield with the tolerant breeding lines having lower Na + concentrations and higher yields than the sensitive cultigens ( Table 3 ). The higher accumulation of Na + in sensitive cultigens might have induced more necrosis in older leaflets and thus shortened duration of individual leaflets and affected the yield [75] . The ranking of genotypes based on seedling survivability in hydroponics at 120 mM NaCl and seed yield in the field and the crucial parameters of Na + and Cl -were significantly correlated. This consistency of ranking between hydroponics and field confirm the reliability of the overall results and suggests that hydroponic screening may be reliable for identifying salt tolerant genotypes. It has been noted that correlation coefficient among all the parameters including seed yield and seedling growth, biomass, salinity scores, Na + , Cl -and K + and seedling survivability were analysed by simple correlation. The seed yield in the field was highly correlated with seedling survivability under hydroponics (Table 3) . Thus, it is recommended that seedling survivability should be used for screening of large number of genotypes for salinity stress tolerance. Previous findings provide evidence for use of seedling survival as a selection criterion for salinity in cowpea [53] . The wild lentil accessions (ILWL-9 ILWL-95, ILWL-137, ILWL-203, and ILWL-428) were entrusted with better tolerance and may be used as excellent source for improving the tolerance of the cultivated genotypes either through conventional breeding or genetic engineering. The assessment of salinity tolerant and sensitive genotypes on the basis of germination, seedling growth and biomass accumulation, salinity scores, seedling survivability, Na + , Cl -and K + at seedling stage under hydroponics and Na + , Cl -, K + concentrations, pods/plant and seed yield parameters at maturity under saline field, showed consistency in the salinity tolerance in selected genotypes until maturity. This phenomenon has been observed in number of crops [76] . Similar strategy has been followed in faba bean for the selection of genotypes for salinity tolerance under both hydroponic and field conditions [77] . The finding of one of the study is in contrast to our result, where the tolerant and sensitive genotypes selected at the seedling stage in hydroponics did not change their status during the ontogeny of the whole plant under saline filed conditions [26] . This suggests that the screening of germplasm at seedling stage would provide a suitable clue for initial selection of a large number of germplasm or breeding populations for salinity tolerance.
Genotyping are most useful to accelerate pace of breeding for improving salinity tolerance. Therefore, advancement in molecular component of salinity tolerance in lentil is an utmost requirement. Molecular characterization of genotypes before initiating crossing programme, helps to maximize genetic variation present in breeding population and minimizes the effort for the screening. Through molecular assortment 162 genotypes based on SSR markers have been grouped into 3 major clusters, which were further subdivided into sub-clusters. The genotypes used in this study were characterized at 30 SSR loci. Undoubtedly, these loci could not include all salt tolerant major and minor genes. Evidently, some of the tolerant genotypes were mixed with sensitive ones in the clusters. Similar results were obtained in rice genotypes for salt tolerance by Zeng et al [78] . DMRT was compared for all the parameters, cluster 2a was followed by 3b and 2b group of cultigens could be used to select the tolerant genotypes. Similarly, cluster 1b was followed by1a and 3c and could be considered for selecting sensitive genotypes. Further, the tolerant and sensitive genotypes from these groups could be chosen based on the values of salinity score, seedling survivability and other parameters, such as reduction in root and shoot length and their fresh and dry weight under salinity stress. Based on these criteria, PDL-1 and PSL-9 (tolerant breeding lines) and L-4076 and L-4147 (sensitive cultigens) could be chosen as contrasting parents for future breeding programmes for improving of salinity tolerance. On the basis of population structure, also these genotypes are part of different population groups originating from ICARDA (PDL-1) and India (L-4076 and L-4147). Selection of genotypes originating from different area of adaptation will be more useful as their variable evolution history and will provide the hybrid vigour. The genotypes clustered in subgroup 2 a are mostly wild types originating from Mediterranean region and belonged to different Lens species viz. L. odemensis, L. orientalis, L. nigricans, L. lamottei and L. ervoides, of which only, the first two species are crossable. One accession of L. orientalis (ILWL-95) is salt tolerant and can be easily utilized for transferring tolerance gene(s) into the cultigens. The cultigens were grouped into two separate populations groups, some of which were forming admixtures. Similar distinction of genotypes into populations separating wild and cultigens was also reported by Singh et al [33] .
Conclusions
Hydroponic was found a potential technique for evaluation of salt tolerance at seedling stage. The phenotyping traits such as restricted of Na + and Cl -movement coupled with thick epidermis and increased vascular bundles; decreased H 2 O 2 production, increased K + and proline accumulation, antioxidant enzymes activity, seedling growth, biomass and seedling survivability, pods and seed yield, were found to be associated with salinity tolerance. The regulation of Na + and Cl -in roots and shoots was found performing better in the salt tolerant breeding lines and wild accessions, whereas these ionic regulations were poorly controlled in the salt sensitive cultigens. The uptake of physiological K + concentration by the roots and further translocation and distribution within the plant organs, is also better controlled and integrated with growth in the salt tolerant cultivars as compared to salt sensitive cultigens. The agronomical traits like pods/plant and seed yield/plant, can also be used to distinguish salt-tolerant lentil genotypes from salt-sensitive ones during reproductive stage under saline field conditions. The SSR markers used in the present study were not able to categorise the genotypes on the basis of salt tolerance however, the molecular assortment could help in selecting the contrasting lines with diverse genetic base for further mapping and introgression studies for improving salt tolerant in lentil. 
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